Strand mutational bias and mutation clustering. (A) Shown are C>T mutations, the dominant mutation type, occurring in genes for the six most mutated alleles (i.e. >50 SNVs detected in transcribed regions). The binomial probability, after Holm-Bonferroni correction, that more C>T mutations occur on the non-transcribed strand is shown above the data for each allele. *indicates that rad52 has a bias toward C>T on the transcribed strand (p<0.05) and that pol1-ts has a bias toward C>T on the non-transcribed stand (p>0.95). (B) Mutations per significant cluster for each allele. (C) Mutation cluster size. Shown on a log scale with the average mutations/kb noted above.
